Comprehensive genomic profiling provides patients access to novel matched therapies in a diverse
real-world cohort of advanced lung cancer patients
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e In a real-world, retrospective analysis of a cohort of advanced NSCLC patients, most oncologists
utilized CGP to identity and treat patients with guideline-recommended variant-matched targeted
therapy, with adherence rates varying by variant.

e Importantly, even patients that received CGP results prior to NCCN inclusion of novel therapies,
received matched therapy once they were included in guidelines.
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Figure 1. CONSORT diagram
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Table 1. Cohort Demographics

Table 2. Adherence Rate by Mutational

Figure 2. Adherence to Targeted Therapy by Variant
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Female| 668 (47.0%) | 124 (62.0%) | 16 (50.0%) (1.0
Male| 739 (53.0%) | 77 (38.0%) | 16 (50.0%)
Race
Asian| 30 (2.0%) 15 (7.0%) NA 1.0
Black| 145 (10.0%) 20 (10.0%) 1(2.2%)
Other| 56 (4.0%) 7 (3.0%) 2 (6.0%)
White| 940 (67.0%) | 120 (60.0%) | 22 (69.0%)
Unknown| 236 (17.0%) 39 (19.0%) 7 (22.0%)
Smoking Status
Non-smoker| 182 (13.0%) | 76 (38.0%) 6 (19.0%) |0.96
Smoker| 1161 (83.0%) | 118 (59.0%) | 24 (75.0%)
Unknown| 64 (5.0%) 7 (3.0%) 2 (6.0%)
Histology
Adenocarcinoma] 824 (59.0%) | 162 (81.0%) | 26 (81.0%) [1.0
Carcinoma| 32 (2.0%) 1 (0.005%) 2 (6.0%)
Nonczr:jr:ﬁ! 49 (3.0%) 4 (2.0%) 1 (3.0%)
Squamous cell ) a3 13.0%) | 8 (4.0%) 1 (3.0%)
carcinoma
Unknown| 174 (12.0%) 16 (8.0%) 1 (3.0%)
Other| 145 (10.0%) 10 (5.0%) 1(3.0%)
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(A) Cumulative incidence plot of time from
sequencing to start of targeted therapy for
adherent patients stratified by adherent
patients sequenced prior and post-NCCN
guideline inclusion of matched targeted
therapy (median 300 vs. 17 days,
respectively). (B) Cumulative incidence
plot of adherent patients with EGFR L858R
(median 17 days) and KRAS G12C
variants, with KRAS G12C adherent
patients further stratified by patients
sequenced prior and post-NCCN guideline
inclusion of Sotorasib (median 300 vs.
135 days). (C) Swimmers plot of timing of
sequencing and start of targeted therapy
for adherent patients with EGFR L858R
variants. (D) Swimmers plot of timing of
sequencing and start of targeted therapy
for adherent patients with KRAS G12C
variants. The vertical red line denotes
when sotorasib was included in NCCN
guidelines. Median time from NCCN
guidelines of KRAS-G12C to start of
targeted therapy for patients sequenced
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Figure 3. Timing from Sequencing to Start of Targeted Therapy
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Inclusion was 94 days.



